The genome sequence of the acidophile Rhodovastum atsumiense was determined for comparison with that of Rhodopila globiformis. Both genomes are unusually large for purple bacteria (7.10 Mb and 7.25 Mb, respectively), and they have an average nucleotide identity of 72%. This value is remarkably similar to the average nucleotide identity values for Acidisphaera, Elioraea, and Paracraurococcus, all aerobic anoxygenic phototrophs.
RAST tool kit (15) within PATRIC (13) , and this showed our strain to have 6,942 coding sequences and 50 tRNAs.
A JSpeciesWS comparison (16) of the average nucleotide identity (ANI) of the Rhodovastum atsumiense genome indicated 72.0% identity to the R. globiformis genome and 72.5% to Acidisphaera rubrifaciens DSM 16009. Other AAPs, namely, Elioraea tepidiphila DSM 17972 and Paracraurococcus ruber, both demonstrated ANI values of 70.5%. The ANI values for Rhodovastum atsumiense are clearly below the proposed 95% cutoff value for genome definition of a species (16) . ANI analysis also showed that R. atsumiense and the AAPs mentioned above are not very closely related (Ͻ72% identity). Phylogenetic analysis of the R. atsumiense genome using RAxML within PATRIC (17, 18) showed R. globiformis as the closest relative, followed by Acidisphaera and, more distantly, Paracraurococcus and Elioraea (Fig. 1) .
R. atsumiense has both cytochrome c 2 and HiPIP, and the HiPIP gene is located in the same place as in R. globiformis, downstream of PuhA and the cytochromes c 2 that donate electrons to the photosynthetic reaction center in other species of purple bacteria. This finding suggests that HiPIP, rather than cytochrome c 2 , is the electron donor in these two species, although the proteins could react interchangeably.
Data availability. This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under accession number VWPK00000000; the version described in this paper is version VWPK01000000. The raw sequencing reads have been submitted to SRA under accession number SRR10679485.
